
RAW SEQUENCE LISTING 
ERROR REPORT 



The Biotechnology Systems Branch of the Scientiflc and Technical Information 
Center (STIQ detected errors when processing the following computer readable 
form: ** 

Application Serial Number: O 9/ £ ^"^j ^S^S ^ 

Source: Q /Y^ 

Date Processed by STIC: ^ - 3C> - ^ C6Q 

" THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

PLEASE FORWARD THIS INFORMATION TO THE APPLICANT BY 
EITHER: 

1) INCLUDING A COPY OF THIS PRINTOUT IN YOUR NEXT 
COMMUNICATION TO THE APPLICANT, WITH A NOTICE TO COMPLY 
or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, 
WITH A NOTICE TO COMPLY 

FOR FURTHER INFORMATION, PLEASE TELEPHONE MA RI^ SPENCER, 
703-308-4212. 

TO REDUCE ERRORED SEQUENCE LISTINGS, PLEASE USE THE CHECKER 
VERSION 3.0 PROGRAM ACCESSIBLE THROUGH THE U.S. PATENT AND 
TRADEMARK OFFICE WEBSITE. SEE BELOW: 

Checl^ Version 3.0 

The Checker Version 3.0 application is a state-of the-art Windows based^oftware program 
employing a logical and intuitive user-interface to chedc whether a sequence listing is 4n 
compliance with format and content rules. Checker Version 3.0 works for sequence listings 
generated for the original version of 37 CFR §§1.821 - 1.825 effective" October I, 1;990 (old 
mles) and the revised version (new rules) effective July 1, 1998 as well as World Intellectual 
Property Organi2ation (WIPO) Standard ST.25. 

Checker Version 3.0 rq)laces the previous DOS-based version of Checker, and is Y2K- 
compliant. Checker allows public users to check sequence listings in Computer Readable form 
(CRF) before submitting them to the United States Patent and Trademaric Office (USPTO). 
Use of Checker prior to filing the sequence listing is expected to result in fewer erroted sequence 
listings, thus saving time and money. 



Checker Version 3.0 can be down loaded from the USPTO website at the following address! 

http://www.iispto.gov/web/offices/pac/checker 



u^^.- 



Seqiie^^Lllsting Error 1^ imary 



ERROR DETECTED SUQQESTED CORRECTION 



SERIAL NUMBER: 




ATTN: NEW RULES CASES: PLEASE DISREGARD ENGUSH •ALPHA" HEADERS, WHICH WERE INSERTED BY PTO SOFTWARE 



1 



3. 
4 



Wrapped Nudelcs The numberAext at the end of each Ine Vrapped* down to the next Hne. 

TNs nuy occur If your file was retrieved In a word processor after aeati^ 
Please adjust your right maryln to .3. as this wfD prevent Vrapplng*. 

Wrapped Aminos The amino add iuim!)erAe)d at the end of each ine "wrapped * down to the next line. 

Thte may occur if your fBe vras retrieved In a word prxessor after creating tt. 
Please a<flust your right maryln to .3» as this wffl prevent %vrapp(hg*. 

Incon^ Une Length The mtes require that a fine not exceed 72 characters In' length. ThSs Includes spaces:- 



Misaligned Amino Acid 
Numbering 



The numt)ertng under each 5th amino add Is misaligned This may be caused by the use of tabs 
between the numt}ering. It Is recommerxjed to delete any tabs and use spacir>g between thejibmbers. 



Non-ASCtt 



This fife was r>ot saved In ASCII (DOS) tad, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved k\ ASCII text so that it can be processed. 



Variable Length Sequence(s) contafri n*s or Xaa's which represented more than one residue. 

As per the rules, each n or Xaa can only represent a single residue. 

Please present the majdmum number of each residue having variable length.and 

Indicate in the (ix) feature section that some may be missing. 



Patent In ver. 2.0 "tnig" 



A "bug' in Patentin version 2.0 has caused the <220>-<223> section to be missing from amino add 

sequence(s) . Normally, Patentin wotrid automaUcally generate this section from the 

previously coded nudeic add sequence. Please maruiaHy copy the relevant <220>-<223> section 
to the sut)sequent amino add sequence. This applies primarily to the mandatory <220>^223> 
sections for Artifidal or Unknown sequences. 



Skipped Sequences 
(OLD RULES) 



Sequence(s) missing. If Intentional, please use the following format for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: 

(i) SEQUENCE CHARACTERISTICS :(Oo not frtsert any headings under "SEQUENCE CHARACTERISTICS") 
(xl) SEQUENCE DESCRlPTION:SEQ ID NO:X: 
This sequence Is intentionally skipped 



Skipped Sequences 
(NEW RULES) 



Please also adjust the "(iii) NUMBER OF SEQUENCES:" response to Include the skipped sequence(s). 

Sequence(s) missing. If Intenttonal, please use the following fom^at for each skipped sequence. 

<210> sequence id numt>er 
<400> sequence Id niHnt>er 
000 ^ 



10 Use of n's Of Xaa's 

(NEW RULES) 



Use of n's and/or Xaa's have been deteded in the Sequence-Listing. 
Use of <220> to <223> is MANDATORY if n's or Xaa's are* present. 

In <220> to <223> section, please explain location of n or Xaa. and which residue n or Xaa represents. 



11 Useof <213>Organism Sequence(s). 

{NEW RULES) 



, are missing this mandatory fieW or fts response. 



Useof <220> Feature 
(NEW RULES) 



Sequence(s) f are missing the <220>Feature and associated headings. 

Use of <220> to <223> Is MANDATORY if <213>0RGAN1$M is "Artif iciar or "Unknown" 

Please explain source of genetic material In <220> to <223> section. 

(See "Federal Register," 6/01/98, Vol. 63. No. 104, pp. 29631-32) 



(Sec. 1 .823 of new Rules) 



13 



Patentin ver. 2.0 "'bug" 



Please do not use "Copy to Disk** function of Patentin version 2.0. This causes a corrupted 

file, resulting in missing mandatory numeric identiHers and responses (as indicated on raw sequence listing). 

Instead, please use "File Manager* or any other means to copy file to floppy dtsle 



AKS-Biotechndogy Systems Branch- 5/1 5/99 



T'^) i ] Pagel 



OIPE 



RAW SEQUENCE LISTING DATE: 08/30/2000 

PATENT APPLICATION: US/09/643,755 TIME: 14:32:19 

Input Set : A:\Sequence 

Output Set: N:\CHF3\08302000\I64 3755.raw 



4 <110> APPLICANT: van Rooijen, Gijs 

5 Keon, Richard Glenn 

6 Boothe. Joseph 

7 Shen, Yin 

10 <120> TITLE OF INVENTION: Conmercial Production of Chymosin in Plants 
12 <130> FILE REFERENCE: 9369-153 

> 14 <140> CUMENT APPLICATION NUMBER: CS/09/643, 755 

> 15 <141> CURRENT PILING DATE: 2000-08-23 ^ O 
17 <160> NUMBER OF SEQ ID NOS : 4 (T* f 
19 <170> SOFTWARE; Patent In Ver. 2.0 K t 

21 <210> SEQ ID NO: 1 

22 <211> LENGTH: 1173 

23 <212> TYPE: DNA 
^4 <213> ORGANISM: Bovine 

26 <220> FEATURE: 

27 <221> NAME/KEY: CDS 

28 <222> LOCATION: (1)..(1173)' 

30 ^<4 00> SEQUENCE: 1 

31 atg aac ttc ctt aaq tct ttc cct ttc tac get ttc ctt tgt ttc ggt 48 
_ 32 Met Asn Phe Leu Lys Ser Phe Pro Phe Tvr Ala Phe Leu Cys Phe Giy 
""33 1 5 10 15 

35 caa tac ttc gtt get gtt act cac get get gag ate acc cgc att cct 96 

36 Gin Tyr Phe Val Ala Val Thr His Ala Ala Glu He Thr Arg He Pro 

37 20 25 30 

39 etc tac aaa ggt aag tct etc cgt aag geg etg adg gaa cat gga ctt 144 

40 Leu Tyr Lys Gly Lys Ser Leu Arg Lys Ala Leu Lys Glu His Giy Leu 

41 35 40 45 

4 3 eta gaa gae ttc ttg cag aaa caa cag tat ggc ate age age aag tac 192 

44 Leu Glu Asp Phe Leu Gin Lys Gin Gin Tyr Gly He Ser Ser Lys Tyr 

45 50 55 60 

4 7 tec ggc ttc ggt gaa gtt get age gtg cea ctt ace aac tac ctt gat 240 
4 8 Ser Gly Phe Gly Glu Val Ala Ser Val Pro Leu Thr Asn Tyr Leu Asp 
49 65 70 75 80 

51 agt caa tac ttt ggg aag ate tac etc gga acc ceg cct caa gag ttc 288 

52 Ser Gin Tyr Phe Gly Lys He Tyr Leu Glv Thr Pro Pro Gin Glu Phe 

53 85 90 95 

55 acc gtt etc ttt gat act ggt tee tct gae ttc tgg gtt ccc tct ate 336 

56 Thr Val Leu Phe Asp Thr Gly Ser Ser Asp Phe Trp Vai Pro Ser lie 

57 100 105 110 

59 tac tgc aag age aat gee tgc aag aac cac caa aga ttc gat ccg aga 384 

60 Tyr Cys Lys Ser Asn Ala Cys Lys Asn His Gin Arg Phe Asp Pro Arg 

61 115 120 125 

63 aag teg tec acc ttc cag aac tta ggc aaa ccc ttg tct ata cac tac -132 

64 Lys Ser Ser Thr Phe Gin Asn Leu Gly Lys Pro Leu Ser He His Tyr 

65 130 135 ' ' 140 

67 ggt aca ggt age atg caa gga ate tta ggc tat gat acc gtc act gtc 480 

68 Giy Thr Giy Ser Met Gin Giy He Leu Giy Tyr Asp Thr Vai Thr Vai 



Does Not Comply 
Corrected Diskette Need. 



r-^RF'^^nnrho^rfsVcr^M^7^^ htm 



0/ ?n AA 



{ ^ 



SAW SEQUENCE LISTIHG DATE: 08/30/2000 

PATENT APPLICATION: US/09/64 3,755 TIME: 14:32:19 

Input Set : A:\Sequence 

Output Set: Nt\CRr3\08302000\I643755.raw 



528 

576 

624 

672 

720 

768 

816 

864 
912 
960 
1008 
1056 
1104 
1152 
1173 



69 145 










150 










155 










160 


71 tec 


aac 


att 


gtg 


gac 


att 


caa 


cag 


aca 


gta 


gga 


ctt 


age 


acc 


caa 


gaa 


7 2 Ser 


Asn 


He 


Val 


Asp 


He 


Gin 


Gin 


Thr 


Vai 


Gly 


Leu 


Ser 


Thr 


Gin 


Glu 


73 








165 










170 










175 




"5 cca 


ggt 


gat 


gtc 


ttc 


acc 


tat 


gca 


gaa 


ttc 


gat 


ggc 


ate 


ctt 


ggt 


atg 


76 Pro 


Gly 


Asp 


Val 


Phe 


Thr 


Tyr 


Ala 


Glu 


Phe 


Asp 


Gly 


He 


Leu 


Gly 


Met 


77 


180 










185 










190 






79 gca 


tac 


cca 


teg 


etc 


gcg 


tea 


gag 


tac 


teg 


ata 


cct 


gtg 


ttt 


gac 


aac 


80 Ala 


Tyr 


Pro 


Ser 


Leu 


Ala 


Ser 


Glu 


Tyr 


Ser 


He 


Pro 


Vai 


Phe 


Asp 


Asn 


81 


195 










200 










205 








83 atg 


atg 


aac 


cga 


cac 


eta 


gta 


get 


caa 


gac 


ttg 


ttc 


teg 


gtt 


tac 


atg 


84 Met 


Met 


Asn 


Arg 


His 


Leu 


Val 


Ala 


Gin 


Asp 


Leu 


Phe 


Ser 


Val 


Tyr 


Met 


85 


210 








215 










220 










87 gac 


agg 


aat 


ggc 


cag 


gag 


age 


atg 


etc 


acg 


ctt 


gga 


get 


att 


gat 


cca 


88 Asp 


Arg 


Asn 


Gly 


Gin 


Glu 


Ser 


Met 


Leu 


Thr 


Leu 


Giy 


Ala 


He 


Asp 


Pro 


89 225 






230 










235 










240 


91 tec 


tac 


tac 


aca 


gga 


tct 


ctt 


cac 


tgg 


gtt 


cca 


gtc 


act 


gtg 


cag 


eag 


92 Ser 


Tyr 


Tyr 


Thr 


Glv 


Ser 


Leu 


His 


Trp 


Val 


Pro 


Vai 


Thr 


Val 


Gin 


Gin 


93 




245 










250 










255 




95 tac 


tgg 


caa 


ttc 


act 


gtg 


gac 


agt 


gtc 


acc 


ate 


age 


ggt 


gtg 


gtt 


gtt 


96 T:/r 


Trp 


Gin 


Phe 


Thr 


val 


Asp 


Ser 


Val 


Thr 


He 


Ser Gly 


vai 


Val 


Vai 


97 




260 










265 










270 






99 gca 


tgt 


gaa 


ggt 


gga 


tgt 


caa 


get 


ate 


ttg 


gat 


ace 


ggt 


acg 


tec 


aag 


100 Ala 


Cys 


Glu 


Gly 


Gly Cys 


Gin 


Ala 


He 


Leu 


Asp 


Thr 


Gly 


Thr 


Ser 


Lys 


101 


275 










280 










28*5 








103 ctg 


gtc 


gga 


cet 


age 


age 


gac 


att 


etc 


aac 


att 


eag 


caa 


get 


att 


gga 


104 Leu 


Val 


Gly 


Pro 


Ser 


Ser Asp 


lie 


Leu 


Asn 


He 


Gin 


Gin 


Ala 


He 


Giy 


105 


290 










295 










300 










107 gcc 


aca 


cag 


aac 


cag 


tac 


ggt 


gag 


ttt 


gac 


ata 


gat 


tgc 


gac 


aac 


ctt 


108 Ala 


Thr 


Gin 


Asn 


Gin 


Tyr 


Gly 


Glu 


Phe 


Asp 


He 


Asp 


Cys 


Asp 


Asn 


Leu 


109 305 










310 










315 










320 


111 age 


tac 


atg 


cct 


aca 


gtt 


gtc 


ttt 


gag 


ate 


aac 


ggc 


aag 


atg 


tac 


cca 


112 Ser 


Tyr 


Met 


Pro 


Thr 


val 


val 


Phe 


Glu 


He 


Asn Gly 


Lys 


Met 


Tyr 


Pro 


113 






325 










330 










335 




115 ctg 


acc 


ccc 


tec 


gcc 


tat 


acc 


age 


eag 


gat 


caa 


ggg 


ttc 


tgc 


ace 


agt 


116 Leu 


Thr 


Pro 


Ser 


Ala 


Tyr 


Thr 


Ser 


Gin 


Asp 


Gin Gly 


Phe 


Cvs 


Thr 


Ser 


117 






340 








345 










350 






119 gga 


ttc 


eag 


agt 


gag 


aac 


cat 


tec 


cag 


aaa 


tgg 


ate 


ttg 


gga 


gat 


gtg 


120 Gly 


Phe 


Gin 


Ser 


Glu 


Asn 


His 


Ser 


Gin 


Lys 


Trp 


He 


Leu 


Gly 


Asp 


Val 


121 




355 










360 










365 








123 ttc 


att 


cgt 


gag 


tac 


tac 


age 


gtc 


ttt 


gac 


agg 


gcc 


aac 


aac 


etc 


gtt 


124 Phe 


He 


Arg 


Glu 


Tyr 


Tyr 


Ser 


Val 


Phe 


Asp 


Arg 


Ala 


Asn 


Asn 


Leu 


Val 


125 


370 










375 










330 










127 ggg 


eta 


get 


aaa 


gca 


ate 


tga 




















128 Gly 


Leu 


Ala 


Lys 


Ala 


He 






















129 365 










390 






















132 <:i0> SEQ ID NO 


; 2 
























133 <211> LENGTH: 390 
























13-i <212> TVPE: 


PRT 



























7^.' nn criN r\,.^u^\A\\7,^^i4iAi'i^:: 



RAW SEOUEHC€ LISTIMG DATE: 08/30/2000 

PATEHT APPLICATION: US/09/643,755 TIME: 14:32:19 

Input Set : Ai\Sequence 

Output Set: Ni\CRP3\08302000\l643755.raw 
135 <213> ORGANISM: Bovine 

137 <400> SEQUENCE: 2 . 

138 Met Asn Phe Leu Lys Ser Phe Pro Phe Tyr Ala Phe Leu Cys Phe Gl/ 
119 1 5 10 

141 Gin Tyr Phe Val Ala Val Thr His Ala Ala Glu lie Thr Arg He Pro 

U4 Leu Tyr Lys Gil Lys Ser Leu Arg Lys Ala Leu Lys Glu His Gly Leu 
145 35 40 

147 Leu Glu Asp Phe Leu Gin Lys Gin Gin Tyr Gly He Ser Ser Lys Tyr 

148 50 55 60 
150 ser Gly Phe Gly Glu Val Ala Ser Val Pro Leu Thr Asn Tyr Leu Asp 



151 65 "70 

153 ser Gin Tyr Phe Gly Lys He Tyr Leu Gly Thr Pro Pro Gin Glu Phe 

154 85 90 

156 Thr val Leu Phe Asp Thr Gly Ser Ser Asp Phe Trp Val Pro Ser He 

157 100 H« 

159 Tyr Cys Lys Ser Asn Ala Cys Lys Asn His Gin Arg Phe Asp Pro Arg 

160 115 120 125 

^ 162 Lys ser Ser Thr Phe Gin Asn Leu Gly Lys Pro Leu Ser He His Tyr 
163 130 135 l'*0 

165 Gly Thr Gly Ser Met Gin Gly He Leu Gly Ti/r Asp Thr Val Thr Val 

166 145 150 155 

168 ser Asn He Val Asp He Gin Gin Thr Val Gly Leu Ser Thr Gin Glu 

169 165 170 175 

171 Pro Gly Asp Val Phe Thr Tyr Ala Glu Phe Asp Gly He Leu Giy Met 

172 180 185 1^0 

174 Ala Tyr Pro Ser Leu Ala Ser Glu T:.'r Ser He Pro Val Phe Asp Asn 

175 195 200 205 

177 Met Met Asn Arg His Leu Val Ala Gin Asp Leu Phe Ser Val Tyr Met 

178 210 215 220 

180 ASP Arg Asn Gly Gin Glu Ser Met Leu Thr Leu Gly Ala He Asp Pro 

181 225 230 235 ^'^^ 

183 Ser Tyr Tyr Thr Gly Ser Leu His Trp Val Pro Val Thr Val Gin Gin 

184 245 250 2bb 

186 Tvr Trp Gin Phe Thr Val Asp Ser Val Thr He Ser Gly Val Val Val 

187 260 265 270 

189 Ala Cys Glu Glv Glv Cvs Gin Ala He Leu Asp Thr Gly Thr Ser Lys 

190 275 ' 280 285 

192 Leu val Glv Pro Ser Ser Asp He Leu Asn He Gin Gin Ala He Gly 

193 290 ' 295 300 

195 Ala Thr Gin Asn Gin Tyr Gly Glu Phe Asp He Asp Cys Asp Asn Leu 

196 305 310 315 3-U 

198 ser Tyr Met Pro Thr Vai Val Phe Giu He Asn Giy Lys Met Tyr Pro 

199 325 330 ^35 

201 Leu Thr Pro Ser Ala Tyr Thr Ser Gin Asp Gin Gly Phe Cys Thr Ser 

202 340 345 350 

204 Gly Phe Gin Ser Giu Asn His Ser Gin Lys Trp He Leu Giy Asp Vai 

205 355 360 355 

-•07 Phe He Arg Giu Tvr Tvr Ser Vai Phe Asp Arg Ala Asn Asn Leu Val 



105 110 



Page 4' 



RAW SEQUENCE tISTIKG ^ATE= 08/30/2000 

PATENT APPLICATION: US/09/64 3,7 55 TIME: 14:32.19 

Input Set : Ai\Sequence 

Output set: Ni\CRF3\O8302000\l643755.raw 

375 380 

208 370 

210 Gly Leu Ala Lys Ala He 

211 385 390 

214 <210> SEQ ID NO: 3 

215 <211> LENGTH: 3957 

216 <212> TYPE: DNA 



217 <213> ORGANISM: Artificial Sequence /Oloi^C' SP' 

219 <220> FEATURE: ' / y 

™hp0RMATI0H: Oescription Of Artificial Sequence (figure ^ ^ 
226 <400> SEQUENCE: 3 ^ ^ .oi-^tt-aact ctctcqccgg 60 /^-^ 6* /^C / / a 

ssss : ~ us /, /c , c / r <c. 

231 ttacttgtta ctttaatttc tcataatctt tggttgaaat t^^^^^^^;; ttataaagtc 240 ^ 

ni j:ss?" ^ = HHiS ■ ibb 5e e ^ /2 

:ss:s:; nr,"s nussj « - , O 

r,! isis::;: s;n:r. r. ; ; 

253 tattacttct aaaaaattaa ttagatataa ttaaaatatt ^"tttttaa J 
255 aattgttgaa tttgtgacta ttgatttatt ^ttctactat ^tttaaattg 'ttt g^^ 
257 agtttaaagt aaatataagt "tgtagtag agtgttagag tgttacccta ^^^^^^^^^^ ^^^^ 
259 tataacattt atggtggact aattttcata "tttcttac ^9 cttttggttc 1080 

261 atgtaagtcc gtaactagaa ttacagtggg "gccatggc ^^'ctgtggt ^ 9? ^^^^ 
263 atgcatgggt cttgcgcaag aaaaagacaa ^9"""?^ tg"caagal cgccgcgtlc 1200 
265 caaaacgcaa tcacacaacc aactcaaatt ^^tcactggc ^^atcaagat ^^60 
267 atgtatgtct aaatgccatg caaagcaaca cgtgcttaac aaccacctgt 1320 

269 ccatctcaac ccacacacaa acacattgcc tttttcttca ^""accac J 
271 atatattcat tctcttccgc cacctcaatt tcttcacttc -cacacgtc -cctg^^^^ ^^^^ 
273 tgcgtgtcat cccatgccca aatctccatg "tgttccaa ^^^^^^^^ cagagtacta 1500 
275 tacctataaa tacctctaat atcactcact tctttcatca act atg 1556 

277 ctactctact actataatac cccaacccaa ctcatattca atactactct acr s 



278 1 

279 . taf ttc aot caa 1604 



;r. t:: "i is 5?5 Js: t:: s ?r, 
iii s s s s s s s Its s s s; s: 
i'i J- IK ;s s 5S 'I is JJ^ :s s: si 



^ 
} 



RAN SEQUENCE LISTING DATE: 08/30/2000 

PATENT APPLICATION: US/09/643, 755 TIME; 14:32:19 

Input Set : A:\Sequence 

Output Set: Nt\CRF3\08302000\l643755.raw 

291 35 40 45 

293 gaa gac ttc ttg cag aaa caa cag tat - 

294 Glu Asp Phe Leu Gin Lys Gin Gin Tyr < 

295 50 55 



299 



70 75 



302 Gin Tyr Phe Gly Lys lie Tyr Leu oiy 

303 85 90 

305 gtt etc ttt gat act ggt tec tct gac 

306 Val Leu Phe Asp Thr Gly Ser Ser Asp 

307 100 105 

309 tgc aag age aat gee tgc aag aac cac 

310 Cys Lys Ser Asa Ala Cys Lys Asn His 

311 115 120 



315 130 135 

317 aca ggt age atg caa gga ate tta ggc tat 

318 Thr Gly Ser Met Gin Gly He Leu Gly Tyr 

319 150 155 

321 aac att gtg gac att caa cag aca gta gga 

322 Asn He Val Asp He Gin Gin Thr Val Gly 

323 165 170 



327 180 185 

329 tae cca teg etc gcg tea gag tac teg ata 

330 Tvr Pro Ser Leu Ala Ser Glu Tyr Ser He 

331 * 195 200 

33 3 atg aac cga cac eta gta get caa gac ttg 

334 Met Asn Arg His Leu Val Ala Gin Asp Leu 

335 210 215 

337 agg aat ggc cag gag age atg etc acg ctt 

338 Arg Asn Glv Gin Glu Ser Met Leu Thr Leu 

339 230 235 

341 tac tac aca gga tct ctt cac tgg gtt cca 

342 Tyr Tvr Thr Gly Ser Leu His Trp Val Pro 

343 ' 245 250 

345 tgg caa ttc act gtg gac agt gtc acc ate 

34 6 Trp Gin Phe Thr Val Asp Ser Val Thr He 
347 260 265 

349 tgt gaa ggt gga tgt caa get ate ttg gat 

350 Cvs Glu Gly Gly Cys Gin Ala lie Leu Asp 

351 * 275 280 

353 gtc gga cct age age gac att etc aac att 

354 Val Gly Pro Ser Ser Asp lie Leu Asn He 

355 290 ' 295 



ate 


age 


age 


aag 


tac 


tec 


1748 


He 


ser 


Ser 


Lys 


Tyr 


Ser 




60 










65 


1796 


acc 


aac 


tac 


ett 


gat 


agt 


Thr 


Asn 


Tyr 


Leu 


Asp 
80 


Ser 




ceg 


cct 


caa 


gag 


ttc 


ace 


1844 


Pro 


Pro 


Gin 


Glu 
95 


Phe 


Thr 




tgg 


gtt 


ecc 


tct 


ate 


tac 


1892 


Trp 


Val 


Pro 


Ser 


He 


Tyr 






110 










aga 


ttc 


gat 


ceg 


aga 


aag 


1940 


Arg 


Phe Asp 


Pro 


Arg 


Lys 






125 












ttg 


tct 


ata 


cac 


tac 


ggt 


1988 


Leu 


ser 


He 


His 


Tyr Gly 




140 










145 




gat 


acc 


gtc 


act 


gtc 


tec 


2036 


Asp 


Thr 


val 


Thr 


Val 


Ser 










160 






ctt 


age 


ace 


caa 


gaa 


cca 


2084 


Leu 


Ser 


Thr 


Gin 
175 


Glu 


Pro 




ggc 


ate 


ett 


ggt 


atg 


gca 


2132 


Gly 


He 


Leu 


Gly 


Met 


Ala 






190 










cct 


gtg 


ttt 


gac 


aac 


atg 


2180 


Pro 


val 


Phe 


Asp 


Asn 


Met 






205 










2228 


ttc 


teg 


gtt 


tac 


atg 


gac 


Phe 


Ser 


val 


Tyr 


Met 


Asp 




220 










225 


2276 


gga 


get 


att 


gat 


cca 


tec 


Gly 


Ala 


He 


Asp 


Pro 


Ser 










240 






gtc 


act 


gtg 


cag 


eag 


tac 


2324 


Val 


Thr 


Val 


Gin 
255 


Gin 


Tyr 




age 


ggt 


gtg. 


gtt 


gtt 


gca 


2372 


Ser Gly 


Val 


Val 


Vai 


Ala 








270 










acc 


ggt 


acg 


tec 


aag 


ctg 


2120 


Thr 


Giv 
285 


Thr 


Ser 


Lys 


Leu 




cag 


caa 


get 


att 


gga 


gee 


2468 


Gin 


Gin 


Ala 


He 


Gly 


Ala 




300 










305 





< 213> Artif icial Sequence _ ^ _ , 

<400> 4 " ' 

Met Asn Phe Leu Lys Ser Phe Pro Phe Tyr Ala Phe Leu Cys Phe Gly 



AO 
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Input Set : At\Sequence 

Output Set: N:\CRP3\08302000\l643755.raw 

L:14 M:270 C: Current Application Number differs. Replaced Application Number 
L:15 M:271 C: Current Filing Date differs. Replaced Current Filing Date 
L:429 M:258 W: Mandatory Feature missing, <220> FEATURE: 
L:429 M:258 W: Mandatory Feature missing, <223> OTHER INFORMATION: 



^Application No. 01IG<f3lS.'^ 

NOTICE TO COMPLY WiHreQUIREMENTS FOR PATENT APPLICATIONS CONTAINING 
NU, ^/EOTIDE SEQUENCE AND/OR AMINO ACID SEQUENCE DISCLOSURES 

The nucfeotide and/or amino add sequence disdosure contained in this application does not comply with tt,e requirements 
for such a disdosure as set forth in 37 CFR 1 .821 - 1 .825 for the following reason(s): equirements 

n 1. This application dearly (ails to comply with the requirements of 37 CFR 1.821 - 1.825. Applicant's attention is 
directed to these regulations, published at 1114 OG 29. May 15, 1990 and at 55 FR 18230. May 1. 1990. 

n 2. This application does not contain, as a separate part of the disdosure on paper copy, a "Sequence Usting" as 
required by 37 CFR 1.821(c). 

n 3. A copy of the "Sequence Usting" in computer readable form has not been submitted as required by 37 CFR 1 .821 (e). 

4. A copy of the "Sequence Listing- in computer readable forni has been submitted. However, the content of the 
computer readable form does not comply with the requirements of 37 CFR 1.822 and/or 1 .823. as indicated on the 
attadied maricednjp copy of the "Raw Sequence Listing." •nacaiea on the 

D 5. The computer readable fomi that has been filed with this application has been found to be damaged and/or 

si,:£'r:s'S r7 ^8t?d,^^' '"^'^"^ """^ ^^'"p"*- -^^"^ 

n I 

l_J 6. The paper copy of (he "Sequence Listing" is not ttie same as the computer readable form of the "Sequence Listin!" 
as required by 37 CFR 1.821(e). 

□ r 



. Other 



Applicant must provide: 

1^ An itWiaHjrsubstitute computer readable form (CRF) copy of the "Sequence Listing" 

□ An initial or substitute paper copy of the "Sequence Usting". as well as an aihendment directing its entry into (he 
spedfication * 

lAI A statement that the content of tfie paper and computer readable copies are tfie same and. where applicable indude 
new matter, as required by 37 CFR 1.821(e) or 1.821(0 or 1.821(g) or 1.825(b) or 1.825(d) 

For questions regarding compliance with these requirements, please contact: 

For Rules Interpretation, call (703) 308-1 123 
For CRF submission help, call (703) 308-4212 
For Patentin software help, call (703) 308-6856 

Please return a copy of this notice with your response. 



no 



